ABSTRACT We report here the draft genome sequences of six bacteria isolated from the near-bottom waters and surface sediments of the Benham Bank, Philippine Rise, Philippines. These genome sequences represent candidate novel species and/or strains from the families Flavobacteriaceae and Dermacoccaceae and the genera Idiomarina, Bacillus, and Vibrio.
analysis by calculating the average nucleotide identity (ANI) and average amino acid identity (AAI) in comparison to those in the NCBI RefSeq and Prokaryote databases. Gene inventories for secondary metabolite production were predicted using antiSMASH v5 (9) . All programs were run with default parameters unless otherwise noted. Genome sequence assembly attributes are summarized in Table 1 . MiGA analysis revealed, based on the ANI or AAI values, that three of the isolates are candidate novel species, while three other species are candidate novel strains (Table 1) . A total of 26 gene clusters for putative biosynthetic secondary metabolites from all of the genomes combined were predicted using antiSMASH. The understanding, manipulation, and elucidation of these genomic elements can help in the discovery of novel marine bioactive natural products.
Data availability. The genome sequences described here have been deposited in DDBJ/ENA/GenBank under the accession numbers and Sequence Read Archive (SRA) numbers listed in Table 1 .
